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Figure S1
RNA blot analysis of transgenic plants overexpressing GMYB10. The lower panel shows ethidium bromide stained ribosomal RNA bands used to control equal loading of the RNA gels. Young inflorescence samples were used for RNA isolation. A) Six transgenic lines were produced using Agrobacterium-mediated gene transfer. Control variety Regina shows no accumulation of GMYB10 transcripts while transgenic lines Tr6, Tr8, Tr14 and Tr18 overexpress the transgene. B) Two transgenic lines were produced using particle bombardment. Line Tr1 shows overexpression of GMYB10.
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Figure S2
Amino acid alignment for a selected set of functionally identified MYB-type anthocyanin regulators. The corresponding accession numbers for the sequences are: Antirrhinum majus ROSEA 1 (DQ275529), Antirrhinum majus VENOSA (DQ275531), Arabidopsis thaliana PAP1 (NM_104541), Arabidopsis thaliana PAP2 (NP_176813) , Arabidopsis thaliana TT2 (AJ299452), Gerbera hybrida GMYB10 (AJ554700), Gerbera hybrida GMYB11 (EU684238), Lycopersicon esculentum anthocyanin 1 (AY348870), Malus domestica MdMYB10 (DQ267896), Petunia hybrida AN2 (AF146702) and Zea mays C1 (P10290).
Figure S3
Expression of GMYB11 and GMYB12 during petal development. A) The expression of GMYB11 correlates temporally with accumulation of anthocyanins. B) GMYB12 is mostly highly expressed during early stages before visible pigmentation is observed.
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Table S3
Transient functional analysis of gerbera MYB domain transcription factors. The MYB and bHLH domain factor, GMYC1, were expressed under CaMV 35S-promoter. Each activator combination was co-bombarded to gerbera leaf tissue with Pgdfr-luc reporter construct. 35S-ruc was used as an internal control. 5-10 leaves were bombarded in each case.
Activator construct LUC/RUC activity (SD) n GMYB10 0,018 (0,005) 10 GMYB10 + GMYC1 0,133 (0,073) 9 GMYB11 0,009 (0,003) 5 GMYB11 + GMYC1 0,012 (0,007) 5 GMYB12 0,016 (0,004) 5 GMYB12 + GMYC1 0,016 (0,002) 5
